Andean potato mottle virus (APMV), an endemic South American comovirus, represents an important pathogen of several Solanaceae including potato, tomato and tobacco. This virus was first described in Peru by Fribourg et al. (1977) . APMV has a bipartite genome, consisting of two plus-strand RNA molecules denominated M RNA (3.5 kb) and B RNA (5.6 kb). Both genomic RNAs are separately encapsidated into icosahedral particles, built up by two coat proteins (Fribourg et al., 1977) . The comovirus genome is translated into a large polyprotein from which the mature proteins are released upon cleavage by a virusencoded protease (Franssen et al., 1984; Goldbach et al., 1981) . In cowpea mosaic virus (CPMV), type member of the comovirus group, the RNA polymerase is located at the C terminus of the polyprotein encoded by the B RNA and is released upon cleavage at a Q/G site (Franssen et al., 1984) . We are interested in developing APMVresistant crops and evaluating strategies other than coat protein-mediated protection, that critically interfere with the normal viral life cycle.
APMV was isolated from infected Nicandra physaloides 2 weeks after inoculation of 4-week-old plants, according to Brioso (1986) . Viral RNA was purified by classical phenol-chloroform extraction folThe nucleotide sequence data reported in this paper will appear in the EMBL, GenBank and DDBJ nucleotide sequence databases under the accession number M84806. lowed by NaCl-ethanol precipitation. Adsorption of viral RNAs to oligo(dT) columns and successful firststrand synthesis using oligo(dT) primers suggested the presence of a 3' poly(A) tail in both genomic RNAs (data not shown). Thus, a cDNA cloning strategy based on the method of Gubler & Hoffman (1983) could be applied. Using the Superscript Plasmid System for cDNA synthesis and plasmid cloning (BRL), clones with inserts up to 3"5 kb were obtained. Since the RNA polymerase gene of CPMV is encoded by the B RNA (Franssen et al., 1984) , Northern blot analyses were carried out in order to identify B RNA-specific clones. APMV RNAs were separated on a formaldehyde-containing denaturing agarose gel, blotted to a nylon membrane and hybridized to labelled cDNA clones. The largest B RNA-specific clone, pSB2 (2.3 kb), was chosen for further characterization. Dideoxynucleotide sequencing was performed according to Sanger et al. (1977) , using Deaza t7 Sequencing Mixes (Pharmacia) and synthetic oligonucleotides as primers. The complete nucleotide sequence of both strands of clone pSB2 was determined. Finally the obtained sequences were analysed with the PCGENE software package.
Sequence analysis of clone pSB2 revealed an uninterrupted open reading frame continuing until the stop codon at position 2197, 113 nucleotides before the 3' poly(A) sequence. By analogy to the CPMV-encoded cleavage site at the N terminus of the RNA polymerase, we have identified a potential Q/S cleavage site at position 79 of clone pSB2 (Fig. 1) (Fig. 2) 
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In this report, we have presented the identification of the putative APMV RNA polymerase gene. The APMV RNA polymerase is highly homologous to the CPMV analogue and to RNA polymerases of other organisms. Next, we intend to explore the possibility of developing plant virus resistance through overexpression of APMV RNA polymerase with a mutagenized putative active site of polymerization (Inokuchi & Hirashima, 1987) . In this way, we hope to obtain an engineered RNA polymerase that has lost polymerization activity but retains the capacity to bind to viral RNA. Experiments involving the production of virus-resistant transgenic plants, 
